Run on: 



May 4, 2005, 21:37:36 ; Search time 164 Seconds 

(without alignments) 
1214.522 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-09-973-424A-66 
2744 

1 ARGEVNLLDTSTIHGDWGWL 



FSQAMEVETGKPRPRYDTRT 515 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2105692 



Post-processing : 



% 



% 



Database 



Minimum Match 0' 
Maximum Match 100 
Listing first 45 summaries 

A_Geneseq_16Dec04 : * 
1: geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
genes eqp2 003as : * 
geneseqp2 003bs : * 
geneseqp2004s : * 



2 
3 
4 
5 
6 
7 
8 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


2744 


100. 


0 


515 


5 


AAE23801 


Aae23801 


Ephrin ty 


2 


2744 


100. 


0 


515 


8 


ADF43495 


Adf43495 


Human eph 


3 


2744 


100. 


0 


515 


8 


ADF43467 


Adf43467 


Human eph 


4 


2744 


100. 


0 


515 


8 


ADJ88143 


Adj88143 


Human EPH 


5 


2744 


100. 


0 


515 


8 


ADJ88171 


Adj88171 


Human EPH 


6 


2744 


100. 


0 


935 


8 


ADF43499 


Adf43499 


Human eph 


7 


2744 


100. 


0 


935 


8 


ADJ88175 


Adj88175 


Human EPH 


8 


2744 


100. 


0 


992 


4 


AAU00691 


Aau00691 


Ephrin ty 


9 


2744 


100. 


0 


992 


5 


AAE23799 


Aae23799 


Ephrin ty 


10 


2744 


100. 


0 


1005 


5 


ABP69349 


Abp69349 


Human pol 


11 


2744 


100. 


0 


1005 


8 


ADF43465 


Adf43465 


Human eph 


12 


2744 


100. 


0 


1005 


8 


ADJ88141 


Adj88141 


Human EPH 


13 


2744 


100. 


0 


1012 


4 


AAE04362 


Aae04362 


Human kin 


14 


2739 


99. 


8 


935 


8 


ADF43497 


Adf43497 


Human eph 


15 


2739 


99. 


8 


935 


8 


ADJ88173 


Adj 88173 


Human EPH 


16 


1708 .5 


62. 


3 


539 


3 


AAB08667 


Aab08667 


A human E 



17 


1708 . 5 


62 


. 3 


983 


3 


AAB08665 


Aab08665 


Amino aci 


18 


1708 - 5 


62 


. 3 


983 


3 


AAB08666 


Aab08666 


A human E 


19 


1708 . 5 


62 


. 3 


983 


6 


ABR574 91 


ADr574 91 


Human Eph 


20 


1708 . 5 


62 


. 3 


983 


1 


AAE38 583 


Aae38583 


Human rec 


21 


1708 . 5 


62 


. 3 


983 


7 


ADB75273 


TV ^ 1_ FT O T 1 

Aab75273 


Prostate 


22 


1708 . 5 


62 


. 3 


Pl O T 

983 


7 


ADD4 8 94 7 


TV ^ ^ Jl O A ^ 

Aaa4 8 947 


Human Pro 


23 


1708.5 


62 


. 3 


983 


7 


ADN3 9284 


Aan3 9284 


CdLTicsr/ an 


24 


1701.5 


62 


. 0 


r\ r\ 

968 


5 


ABP52825 


ADp52825 


Chicken r 


25 


1698 . 5 


61 


. 9 


984 


7 


ADD48945 


Aad48945 


Rat Prote 


26 


1697 . 5 


61 


. 9 


983 


2 


AAR75711 


Aar75711 


Eph-relat 


27 


1686 . 5 


61 


. 5 


1005 


2 


AAW83147 


Aaw83147 


Rat recap 


28 


1683 . 5 


61 


, 4 


1037 


6 


ABR44241 


Abr44241 


Tyros me 


29 


1682 , 5 


61 


. 3 


983 


2 


TV TV 1 A ^ ^ 

AAR3 14 66 


TV — V A ^ ^ 

Aar31466 


HEK polyp 


30 


1678 . 5 


61 


. 2 


953 


5 


ABP52826 


Abp52826 


Human rec 


3 1 


1578-5 


51 




975 


5 


ABP5z oz7 


ADp52827 


Human Ehk 


32 


1678 . 5 


61 


. 2 


991 


2 


TV TV C\ f\ r\ f\ 

AAR8509 0 


Aar85090 


EPH -1 ike 


33 


1578 . 5 


61 


. 2 


1037 


5 


ABG618 58 


TV ^ 1 O ^ O 

Abg61868 


Prostate 




lb /o . b 


bl 




1 A O T 
lUJ / 


/ 




Aae3 1683 


Human 141 


35 


1654 


60 


. 3 


1035 


5 


ABG70391 


TV T^ ^ , ^ ^ 

Abg70391 


Human Eph 


36 


1650 


60 


. 1 


948 


2 


TV TV TtT ^ ^ A f\ 

AAW83 148 


Aaw8314 8 


Rat recep 


37 


1650 


60 


. 1 


948 


5 


ABP52824 


Abp52824 


Rat recep 


38 


1646 


60 


- 0 


1036 


4 


TV TV ^ ^ 

AAG67398 


Aag67398 


Ammo aci 


39 


1646 


60 


. 0 


1036 


5 


ABP52822 


Abp52822 


Human kin 


40 


1646 


60 


. 0 


1036 


5 


ABG34081 


Abg34 081 


Human Pro 


41 


1646 


60 


.0 


1036 


6 


AAE32033 


Aae32033 


Human kin 


42 


1646 


60 


.0 


1036 


6 


ADA01372 


Ada01372 


Human PRO 


43 


1646 


60 


.0 


1036 


6 


ADA43801 


Ada43801 


Human sec 


44 


1646 


60 


.0 


1036 


6 


ADA43 569 


Ada43569 


Human sec 


45 


1646 


60 


. 0 


1036 


6 


ADA01244 


Ada01244 


Human PRO 



Run on: 



May 4, 2005, 21:53:26 ; Search time 43 Seconds 

(without alignments) 
894.053 Million cell updates/sec 



Title: US-09-973-424A-66 
Perfect score: 2744 

Sequence: 1 ARGEVNLLDTSTIHGDWGWL FSQAMEVETGKPRPRYDTRT 515 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 513545 seqs , 74649064 residues 



Total number of hits satisfying chosen parameters: 513545 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl -pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID Description 



1 


2744 


100 


. 0 


1005 


4 


US- 


09 


-949 


-016-6968 


Sequence 


6968, Ap 


2 


2744 


100 


. 0 


1005 


4 


US- 


09 


-949 


-016-10620 


Sequence 


10620, A 


3 


1702. 5 


62 


. 0 


983 


1 


us- 


08 


-167 


-919A-10 


Sequence 


10, Appl 


4 


1702. 5 


62 


. 0 


983 


2 


us- 


08 


-449 


-645A-21 


Sequence 


21, Appl 


5 


1702.5 


62 


. 0 


983 


2 


us- 


08 


-702 


-367A-21 


Sequence 


21, Appl 


6 


1702.5 


62 


. 0 


983 


3 


us- 


08 


-715 


-106-10 


Sequence 


10, Appl 


7 


1702.5 


62 


. 0 


983 


4 


us- 


09 


-442 


-649-10 


Sequence 


10, Appl 


8 


1702.5 


62 


. 0 


983 


5 


PCT 


'-US95- 


04681-21 


Sequence 


21, Appl 


9 


1701. 5 


62 


. 0 


968 


4 


us- 


09 


-751 


-389-6 


Sequence 


6, Appli 


10 


1697. 5 


61 


. 9 


983 


1 


us- 


08 


-162 


-809-16 


Sequence 


16, Appl 


11 


1689 


61 


.6 


982 


2 


us- 


08 


-673 


-789-4 


Sequence 


4, Appli 


12 


1686.5 


61 


.5 


1005 


2 


us- 


08 


-469 


-537A-103 


Sequence 


103, App 


13 


1678.5 


61 


.2 


953 


4 


us- 


09 


-751 


-389-7 


Sequence 


7, Appli 


14 


1678.5 


61 


.2 


967 


2 


us- 


08 


-449 


-645A-30 


Sequence 


30, Appl 


15 


1678.5 


61 


.2 


967 


2 


us- 


08 


-702 


-367A-30 


Sequence 


30, Appl 


16 


1678.5 


61 


.2 


975 


4 


us- 


09 


-751 


-389-8 


Sequence 


8, Appli 


17 


1678.5 


61 


.2 


991 


2 


us- 


08 


-449 


-645A-13 


Sequence 


13, Appl 


18 


1678.5 


61 


.2 


991 


2 


us- 


08 


-702 


-367A-13 


Sequence 


13, Appl 



1 Q 

J. -7 


J. D / O . J 


D X 


. z 


Q Q 1 

y y X 


c 

o 


DPT TTCQR AilCQI 1 9 
JtL.! -Uoyo - U4boX-Xo 


bccjusnce 


1 "3 7\ VM-*-* 1 

lo , Appi 




1 c R 

J. O D U 


D U 


. X 


Q A 13 

y o 


Z 


TIC HQ ACQ R99a TAI 
Uo-Uo-4by-oj /A-XUX 


bccjuence 


1 A 1 A 

1 U X , App 




J. D D U 


D U 


. X 


ft 

y ^ 0 


A 


TTC HQ 9 R 1 9QQ R 


bcquence 


b, Appli 






D U 




XUob 




TTC? AQ TCT OOQ O 

Ub-Uy - /bx-ooy-z 


bequence 


z, AppXl 




1 j1 9 
J. Z 


Q Q 

o y 


Q 


Q 4 9 

y ^ z 




ttc 1a aaa ra9 9 
Ud~XU-UU4-d4z-z 


becjuence 


z , App X 1 




1 C A 9 


c: Q 


Q 

. O 


Q A 9 

y ^ z 




T TC TA ylOA 70*7 9 

Uo-XU-4oU - / y / -z 


bequence 


z , App X 1 






o y 


•7 
. / 


Q Q C 

y cs b 


Z 


T TC AQ /I/IQ C/iRR 1R 

Uo-Uo -44y- b4 DA- Xo 


becjuence 


1 R A-»-\-r-\1 

X 3 , AppX 


z o 


X D J o 


D y 


■7 


Q Q C 

y b b 


z 


TTC AQ '7A9 9C7a 1R 
Uo-Uo - / UZ-ob /A.-Xo 


b6C5uence 


X b , AppX 


z / 


1 ^ ft 

X D J 0 


o y 


1 
. / 


yob 


c 
D 


Dr"T T TC QR AylCQI 1R 

FL- 1 - Uoyo - U4boX-XD 


bec5uence 


1 C A -w^-*^ 1 

lb, Appi 


Z O 


1 fi 

X D J C3 


o y 


. / 


Q Q 9 

yy / 


fi 


TTC AQ QA Q A1C 7171 

uo-uy-y4y-uxb - / x / x 


becjuence 


7 1 "7 1 A 

/ 1 / 1 , Ap 


9 Q 

z y 


X O J D 


D y 


. D 


T A 9 R 
X Uo o 


/I 


TTC AQ 9R1 9QQ A 

Uo - uy - / ox-oc3y-4 


bequence 


4 , Appi 1 


7 n 

J u 


T 7 tr 
X D J D 


o y 


£• 
. O 


Q Q ft 

y y b 


Z 


TTC AQ /lAQ C/IRA 17 
Uo-Uo-44y-b4 oi\ - X / 


bequence 


1 / , Appi 


3 ± 


T 7 R 
X O J D 


R Q 

o y 


c 


Q Q ft 

y y o 


z 


TTC AQ 9A9 9C9a IT 
Uo-Ub - / UZ-ob /A - X / 


bequence 


1 "7 A 1 

1 / , Appi 


9 
^ Z 


X Do D 


c; Q 

o y 


. b 


Q Q Q 

y y o 


/I 


T TC AQ 0>1Q A1C iTCAl 

uo-uy-y4y-uxb-bDUJ. 


Sequence 


5501, Ap 




X D J D 


R Q 

o y 


. b 


Q Q Q 

y y o 


o 


13 PT" TTCQR A/ICQI 17 

rL i - Uby b -U4boX-X / 


Sequence 


T T TV 1 

17, Appi 


A 


Xo J D 


R Q 

D y 


- b 


1 A A C 


4 


TTC AQ Q/IQ AI^T QQAT 

ub-uy-y4y-uiD-yyoi 


Sequence 


9901, Ap 


J D 


X Do J 


R Q 

o y 


. D 


X X U4 


X 


T TC AQ OOO C OiT 

Ub-Uo-Zzz-blb-ob 


Sequence 


36, Appi 


-5 O 


1 C "5 1 
X Do J 


R Q 

o y 


. o 


1 1 C\A 

X X U4 


o 


TTC AQ AAd C/1 Q O C 

Ub-Uo -44b-b4o-ob 


bequence 


T /T TV -v-v-n 1 

3d, Appi 


7. 7 
-5 / 


X D o J 


R Q 

o y 


IT 

. o 


1 T A /I 
X X U4 


/I 
4 


TTC AQ QQO CIA OC 

Ub-Uy-yoz-blU-ob 


Sequence 


1 /" TV v^v^ 1 

36, Appi 


ft 


1 T 7 

X O o o 


R Q 

o y 


cr 
. o 


1 1 C\A 
X X Uri 


c: 

o 


DOT* TTCQR A /I O O Q IC 
JrU i - Ubyo-U4Zzo-ob 


bequence 


Ob, Appi 




X Do u 


R Q 

o y 


. ^ 


CIA 
b X U 


o 


TTC AQ 9CQ TTCA O 

Ub-Uo-obo - / / b A - o 


bequence 


o, Appll 


40 


1630 


59 


.4 


610 


5 


PCT-US96-00419-3 


Sequence 


3, Appli 


41 


1630 


59 


.4 


626 


3 


US-08-368-776A-5 


Sequence 


5, Appli 


42 


1630 


59 


.4 


626 


5 


PCT-US96-00419-5 


Sequence 


5, Appli 


43 


1630 


59 


.4 


993 


3 


US-08-368-776A-11 


Sequence 


11, Appi 


44 


1630 


59 


.4 


994 


3 


US-08-368-776A-12 


Sequence 


12, Appi 


45 


1630 


59 


.4 


998 


3 


US-08-368-776A-2 


Sequence 


2, Appli 



Run on: 



May 4, 2005, 21:52:16 ; Search time 42 Seconds 

(without alignments) 
1179.801 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09-973-424A-66 
2744 

1 ARGEVNLLDTSTIHGDWGWL 



BLOSUM62 
Gapop 10.0 



FSQAMEVETGKPRPRYDTRT 515 



Gapext 0 . 5 
283416 seqs, 96216763 residues 
Total number of hits satisfying chosen parameters 



Searched : 



283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -process ing 



a. 



Database : 



Minimum Match 0% 
Maximum Match 100' 
Listing first 45 summaries 

PIR_79 : * 
1: pirl:* 
2: pir2:* 
3: pir3:* 

4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 
o 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


1708 .5 


62 


.3 


983 


2 


A38224 


protein-tyrosine k 


2 


1701.5 


62 


.0 


983 


2 


B45583 


receptor tyrosine 


3 


1698 


61 


.9 


983 


2 


A45583 


receptor tyrosine 


4 


1683 .5 


61 


.4 


981 


2 


S51604 


receptor-like tyro 


5 


1683 .5 


61 


.4 


1005 


2 


S49015 


receptor tyrosine 


6 


1678 .5 


61 


.2 


991 


2 


178843 


receptor protein-t 


7 


1671 .5 


60 


.9 


1013 


2 


150615 


receptor-type prot 


8 


1650 


60 


. 1 


948 


2 


S51605 


receptor- like tyro 


9 


1638 


59 


.7 


986 


2 


178844 


receptor protein-t 


10 


1635 


59 


.6 


998 


2 


158351 


receptor protein-t 


11 


1630 


59 


.4 


605 


2 


JC5673 


receptor tyrosine 


12 


1630 


59 


.4 


610 


2 


148612 


developmental kina 


13 


1630 


59 


.4 


626 


2 


148614 


developmental kina 


14 


1630 


59 


.4 


998 


2 


JC5672 


receptor tyrosine 


15 


1628 


59 


.3 


985 


2 


151549 


receptor tyrosine 


16 


1618 


59 


. 0 


986 


2 


S78059 


protein-tyrosine k 


17 


1400 


51 


.0 


984 


2 


A39753 


protein-tyrosine k 


18 


1374 . 5 


50 


. 1 


995 


2 


A56599 


embryo kinase 5 - 


19 


1363 .5 


49 


.7 


970 


2 


178842 


receptor protein-t 


20 


1334 


48 


.6 


985 


2 


151672 


receptor tyrosine 



Z 1 


1 O D Q C 
IZ O y - 3 


A 1 
4 / 


A 
. U 


Q Q Q 

o y O 


z 


o4 / 4 o y 




ZZ 


T O Q C 

iz o b . b 


A C 

4 b 


Q 

. y 


o y J 


z 


OCT c n 
ob 1 b U J 






IOTA C 
±Z / U . D 


4 b 




Q Q Q 

y y o 


z 


oo / b z / 




24 


1253 


4 5 


. 0 


993 


z 


T /I O /T C O 

14obb3 


mouse aeveiopTuenua 


25 


1253.5 


4 5 


. 7 


o o o 

988 


z 


T C A T T 

I 50611 


procein-uyros me k 


26 


1251.5 


45 


. 6 


n rr o 

952 


2 


T C A /T 1 O 

150612 


piTOCein- uyiOS me k 


27 


1242 


45 


. 3 


849 


2 


150617 


protem-tyros me k 


28 


1 ly 0 


43 


. 4 


Q "3 O 

938 


z 


i 4 y U / I 


piTOuein Kins^se - in 


29 


1149.5 


4 1 


. y 


976 


z 


TV T T CT rr 

A3 6 3 b b 


piTocem- cyiTOS me k 


30 


1144.5 


4 1 


. 7 


311 


z 


o /( A A A yl 

b4 9 UU4 


cyrosme Kma.se Mp 


3 1 


llzO . b 


4 U 


o 
. o 


O 

Off 


z 


T /I O Q T 

i 4 o y b / 


Did m- spec 1 r ic Kin 


3z 


10o4 . b 


3 y 


. b 


Q T C 

y /b 


z 


i 4 o y /4 


i ecep LOjT-pjroE eiri u 




lU /b 


6 y 


. z 


1 n n c 
1 UUb 


Z 


Tr'c; c o c 
UL-bbZb 


jviiiafae uereci-ivc Ci 


34 


y yb . b 


J b 




Q Q T 

yo / 


Z 


T Q c c; o 
1 4 o b bz 


iiicjube uevexopiueiit-ci 


3b 


O O Q C 

y o y . b 


3b 


. 1 


Q Q T 

yy / 


z 


A C j1 a Q O 

Ab4 u y z 


pirouexn Lyjrobiiie k. 


3b 


y /y . b 


3b 


. / 


Q Q T 

yo / 


z 


T j4 D Q C '3 

1 4 o y b J 


epn - i ex a.1- ea xecepu 


3 7 


y34 


J54 


. (J 


O O ^ 

y o4 


1 


A J 4 U / b 


pjTocem-EyjTos me k 


3o 


674 . 5 


z4 


. b 


iu±y 


z 


rpT o A "3 Q 

i 1 J u J y 


cyxosme Kina-se ire 


39 


505.5 


18 


. 4 


1122 


z 


rn ji O /I A A 

T4z4 00 


bpn receptor uyros 


40 


360. 5 


13 


. 1 


919 


2 


T29581 


hypothetical prote 


41 


342 


12 


.5 


612 


2 


S33506 


protein-tyrosine k 


42 


245 


8 


. 9 


87 


2 


C45583 


receptor tyrosine 


43 


210. 5 


7 


,1 


1897 


1 


TDHULK 


leukocyte antigen- 


44 


206. 5 


7 


.5 


1290 


2 


A56493 


leucocyte common a 


45 


204.5 


7 


.5 


1825 


2 


C88400 


protein H19M22 . 1 [ 



Run on: 



May 4, 2005, 21:36:36 ; Search time 135 Seconds 

(without alignments) 
1270.738 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-09-973-424A-66 
2744 

1 ARGEWLLDTSTIHGDWGWL 



FSQAMEVETGKPRPRYDTRT 515 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1426032 seqs, 333106140 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1426032 



Post-processing: Minimum Match 0 



Maximum Match 100 



Database 



★ 



Listing first 45 summaries 

Published_Applications_AA: * 
1 : / cgn2_6 /p t oda t a / 1 /pubpaa /US 0 7_PUBC0MB . pep : 
/cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB .pep : * 
/ cgn2_6 /p t oda t a / 1 /pubpaa / US 0 6_NEW_PUB . p ep : 
/cgn2_6/ptodata/ l/pubpaa/US06_PUBCOMB . pep : 
/cgn2_6/ptodata/ l/pubpaa/US07_NEW_PUB . pep : 
/ cgn2_6 /p t oda t a / 1 /pubpa a / PCTUS_PUB COMB . p ep 
/cgn2_6/ptodata/ l/pubpaa/US08_NEW_PUB . pep : 
/cgn2_6/ptodata/ l/pubpaa/US08_PUBCOMB . pep : * 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 0 9 A_PUB COMB . p ep : 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 0 9B__PUBC0MB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 0 9 C_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 0 9_NEW_PUB . pep : 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 0A_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 0B_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 0 C_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 0D_PUBCOMB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 0_NEW_PUB . pep : 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 1 1_NEW_PUB . pep • 
/cgn2_6 /ptoda ta/ 1 /pubpaa/US6 0_NEW_PUB . pep 
/ cgn2_6 /p t oda t a / 1 /pubpaa /US 6 0_PUBCOMB . pep 



2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



* 
* 



★ 
★ 
★ 
* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 








Description 


1 


2744 


100.0 


515 


10 


US- 


09 


-973 


-424A-66 


Sequence 66, Appl 


2 


2744 


100.0 


515 


15 


US- 


10 


-449 


-569-4 


Sequence 4, Appli 


3 


2744 


100.0 


515 


15 


US- 


10 


-449 


-569-32 


Sequence 32, Appl 


4 


2744 


100.0 


935 


15 


US- 


10 


-449 


-569-36 


Sequence 36, Appl 



5 


2744 


100 


. 0 


992 


10 


US 


-09 


-973 


6 


2744 


100 


. 0 


992 


10 


US 


-09 


-973 


7 


2744 


100 


. 0 


992 


16 


US 


-10 


-691 


8 


2744 


100 


. 0 


992 


16 


US 


-10 


-691 


9 


2744 


100 


. 0 


1005 


15 


US 


-10 


-449 


10 


2744 


100 


. 0 


1012 


15 


us 


-10 


-168 


11 


2739 


99 


. 8 


935 


15 


us 


-10 


-449 


12 


2678 


97 


. 6 


991 


10 


us 


-09 


-973 


13 


2678 


97 


. 6 


991 


16 


us 


-10 


-691 


14 


2205 


80 


. 4 


450 


10 


US 


-09 


-973 


15 


^ ^ ^ ^ 

2205 


80 


. 4 


450 


16 


us 


-10 


-691 


16 


1708 . 5 


62 


. 3 


^ ^ ^ 

666 


9 


US- 


09- 


771- 


17 


1708 . 5 


62 


. 3 


983 


9 


US- 


09- 


771- 


18 


1708 . 5 


62 


. 3 


983 


14 


us 


-10 


-205 


19 


1708 . 5 


62 


. 3 


983 


14 


us 


-10 


-345 


20 


1708 . 5 


62 


. 3 


983 


15 


US 


-10 


^ ^ 

-295 


2 1 


1708 . 5 


62 


. 3 


983 


15 


US 


-10 


-029 


22 


1701.5 


62 


. 0 


968 


14 


T TO 

US 


-10 


-412 


23 


1683 . 5 


61 


. 4 


1005 


15 


US 


-10 


-029 


24 


1678 . 5 


61 


. 2 


953 


14 


US 


-10 


-412 


25 


1678 . 5 


61 


. 2 


975 


14 


US 


-10 


-412 


26 


1678 . 5 


61 


. 2 


991 


10 


us 


-09 


-823 


27 


1678 . 5 


61 


. 2 


1037 


14 


US 


-10 


-316 


28 


1678 . 5 


61 


. 2 


1037 


15 


us 


-10 


-353 


29 


1654 


60 


. 3 


1035 


15 


us 


-10 


-029 


30 


1650 


60 


. 1 


948 


14 


us 


-10 


-412 


31 


1648 


60 


. 1 


993 


10 


us 


-09 


-823 


32 


1648 


60 


. 1 


993 


10 


us 


-09 


-823 


33 


1646 


60 


. 0 


1036 


10 


us 


-09 


-971 


34 


1646 


60 


. 0 


1036 


14 


us 


-10 


^ A ^ 

-245 


35 


1646 


60 


. 0 


1036 


14 


us 


-10 


-245 


36 


1646 


60 


. 0 


1036 


14 


T TO 

us 


-10 


-245 


37 


1646 


60 


. 0 


1036 


14 


us 


-10 


-245 


38 


1646 


60 


. 0 


1036 


14 


us 


-10 


-245 


39 


1646 


60 


- 0 


1036 


14 


us 


-10 


-245 


40 


1646 


60 


.0 


1036 


14 


us 


-10 


-245 


41 


1646 


60 


.0 


1036 


14 


us 


-10 


-245 


42 


1646 


60 


.0 


1036 


14 


us 


-10 


-237 


43 


1646 


60 


.0 


1036 


14 


us 


-10 


-238 


44 


1646 


60 


.0 


1036 


14 


us 


-10 


-238 


45 


1646 


60 


.0 


1036 


14 


us 


-10 


-238 



-424A-5 


Sequence 


5 , Appi 1 


-424A-53 


Sequence 


b J , Appi 


-165- 


5 


bequence 


D , Appi 1 


-165- 


53 


bequence 


D J , Appi 


-569- 


2 


bequence 


Z , Appi 1 


-582- 


3 


Sequence 


3, Appli 


-569- 


34 


Sequence 


34, Appi 


-424A-52 


Sequence 


52, Appi 




O 
3Z 


Sequence 


52, Appi 


-AO A A 
- ^ Z 




Sequence 


54 , Appi 


J-DD 




Sequence 


54 , Appi 


± o 


± J D 


Sequence 136, App 




0 O T 
ZZ / 


Sequence 227, App 


Q O 1 
- OZ J - 


Q T 


bequence 


y / , Appi 


- oO u - 


z 


bequence 


Z , Appi 1 


- uz / - 


c n o 

D UZ 


C 1 ^r*i o Ci 
o cqUciiC C 


c n o AvM^ 

O U Z , App 


- uz u - 


Q 


oequencs 


D y , App 1 




Ci 
D 


ocqUciiCc 


D , App 1 1 


no n 
- u - 


D J 


oequerice 


D-3 , Appi 


0 T7 


1 


ocquence 


/ , App 1 1 




Q 
0 


bequence 


O , Appi 1 


1 Q T 
- XO / 


4 A 


bequence 


44, Appi 


- 1 9 A - 
± Z 




Sequence 


3, Appli 


_ c; Q A _ 
D J? VJ 


A n 


Sequence 


40, Appi 


- no n _ 

— uz u — 


0 n 
z u 


Sequence 


20, Appi 




c 


Sequence 


5, Appli 


- ±o / - 




Sequence 


39, Appi 


-187- 


41 


Sequence 


41, Appi 


-708- 


2 


Sequence 


2, Appli 


-752- 


104 


Sequence 


104, App 


-859- 


104 


Sequence 


104, App 


-103- 


104 


Sequence 


104, App 


-107- 


104 


Sequence 


104, App 


-143- 


104 


Sequence 


104, App 


-771- 


104 


Sequence 


104, App 


-851- 


104 


Sequence 


104, App 


-883- 


104 


Sequence 


104, App 


-535- 


104 


Sequence 


104, App 


-183- 


104 


Sequence 


104, App 


-283- 


104 


Sequence 


104, App 


-370- 


104 


Sequence 


104, App 



Run on: 



May 4, 2005, 21:40:46 ; Search time 173 Seconds 

(without alignments) 
1524.398 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-09-973-424A-66 
2744 

1 ARGEVNLLDTSTIHGDWGWL 



FSQAMEVETGKPRPRYDTRT 515 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1612378 



Database : 



UniProt_03 : * 
1 : uniprot_sprot : * 
2: uniprot trembl:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


2744 


100. 


0 


1005 


1 


EPA8_HUMAN 


P29322 


homo sapien 


2 


2678 


97. 


6 


1004 


1 


EPA8_M0USE 


009127 


mus musculu 


3 


2211 


80. 


6 


495 


2 


Q8IUX6 


Q8iux6 


homo sapien 


4 


2211 


80. 


6 


536 


2 


Q6IN80 


Q6in80 


homo sapien 


5 


1714 . 5 


62. 


5 


538 


2 


Q8C9K6 


Q8c9k6 


mus musculu 


6 


1714 . 5 


62. 


5 


984 


2 


Q8BRB1 


QSbrbl 


mus musculu 


7 


1714 .5 


62. 


5 


984 


2 


Q8C3U1 


Q8c3ul 


mus musculu 


8 


1708 .5 


62. 


3 


983 


1 


EPA3_HUMAN 


P29320 


homo sapien 


9 


1708 .5 


62. 


3 


983 


2 


Q6P4R6 


Q6p4r6 


homo sapien 


10 


1701.5 


62. 


0 


983 


1 


EPA3_CHICK 


P29318 


gallus gall 


11 


1698.5 


61. 


9 


984 


1 


EPA3_RAT 


008680 


rattus norv 


12 


1698 


61. 


9 


983 


1 


EPA3 MOUSE 


P29319 


mus musculu 


13 


1697.5 


61. 


9 


681 


2 


Q8C276 


Q8c276 


mus musculu 


14 


1683.5 


61. 


4 


1005 


1 


EPA5_RAT 


P54757 


rattus norv 


15 


1678.5 


61. 


2 


1037 


1 


EPA5_HUMAN 


P54756 


homo sapien 


16 


1671 . 5 


60. 


9 


1013 


1 


EPA5_CHICK 


P54755 


gallus gall 


17 


1650 


60. 


1 


948 


1 


EPA6_RAT 


P54758 


rattus norv 


18 


1649.5 


60. 


1 


969 


2 


Q7Z3F2 


Q7z3f2 


homo sapien 


19 


1648 


60. 


1 


993 


1 


EPA7_CHICK 


042422 


gallus gall 


20 


1638 


59. 


7 


986 


1 


EPA4_HUMAN 


P54764 


homo sapien 


21 


1636 


59. 


6 


1035 


1 


EPA6_M0USE 


Q62413 


mus musculu 


22 


1635 


59. 


6 


998 


1 


EPA7_HUMAN 


Q15375 


homo sapien 



23 


1631 . 5 


59 


. 5 


986 


1 


EPA4_CHICK 


Q0749b 


gallus gall 


O /I 


io J i 


C Q 

by 


A 

. 4 


coo 
by 3 


z 


you /iSlz 


Q8c7nz 


TTIUS luuSCuXU 




1 C T 1 


Q 

J y 


. 4 


b ± U 




yoL-L-bz 


yoccbz 


mus luuov-uxu 


b 


1 C "3 1 

1 d3 i 


b y 


A 

. 4 


O Q /I 

y y 4 


z 


yoK3 o i 


/AO O 1 

Q8r38 1 


inus inuscuxu 


^ / 


lb J 1 


by 


J) 

. 4 


AGO 

y y o 


o 
z 


QoBSUo 


Q8dsu8 


mus nnuscuiu 


O Q 


lb J U 


by 


, 4 


AGO 

y y o 


1 


hi FA 7 MOUSE 


Q61772 


mus musculu 


O Q 


1 b J U 


by 


. 4 


Q Q O 

y y o 


X 


hifA / KAi 


P54759 


rattus norv 


1 n 
J u 




b y 




y c3 b 


1 
1 


TTD^D VCMT A 


yy iby4 


xenopus xae 


J 1 


T £7 T Q 


b y 




O O ^ 

yob 


z 


y /ZYjyi / 


y72ym7 


xenopus lae 


JZ 


lbz4 


by 


. Z 


Q O ^ 

yob 


1 


O A >l A V TT''KTT A 

hP4A aENLA 


Q91845 


xenopus lae 


33 


1623 


59 


. 1 


986 


2 


Q80VZ2 . 


Q80V22 


mus musculu 


34 


1618 


59 


. 0 


986 


1 


EPA4 MOUSE 


Q03137 


mus musculu 


3 5 


154 9 . 5 


56 


. 5 


927 


2 


Q99KA8 


Q99ka8 


mus musculu 


36 


1524 . 5 


r— f— 

55 


. 6 


976 


2 


Q90ZN9 


Q90zn9 


brachydanxo 


37 


1522 


55 


. 5 


880 


2 


073879 


073879 


brachydanxo 


38 


1508.5 


55 


. 0 


981 


1 


EPA3_BRARE 


013146 


brachydanxo 


3 y 


T /I A A 

14 00 


IT 1 

bl 


- 0 


A O yi 

984 


1 


EPBl RAT 


P09759 


rattus norv 


40 


1398 


50 


.9 


984 


1 


EPB1_HUMAN 


P54762 


homo sapien 


41 


1395 


50 


.8 


943 


2 


Q8CBE2 


Q8cbe2 


mus musculu 


42 


1395 


50 


.8 


984 


2 


Q8CBF3 


Q8cbf3 


mus musculu 


43 


1387 


50 


.5 


984 


2 


Q6PG23 


Q6pg23 


mus musculu 


44 


1379.5 


50 


.3 


994 


1 


EPB2_M0USE 


P54763 


mus musculu 


45 


1379.5 


50 


.3 


1021 


2 


Q6GTQ7 


Q6gtq7 


mus musculu 



